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In Figures [2A](#F2){ref-type="fig"}, [3A](#F3){ref-type="fig"} and [4A](#F4){ref-type="fig"}, the schematic diagrams at the top of the figures showing the secondary structure of the histones are mis-aligned with the sequences below them. Correct figures are provided below and have been updated in the published article.

![Comparison of H2B isoforms. (**A**) Sequence alignment of H2B isoforms. Residues that are different among the isoforms are shown. (**B**) Percentage similarity among the H2B isoforms based on their primary sequence. Images were created using the Geneious software.](gky831fig2){#F2}

![Comparison of H3 isoforms. (**A**) Sequence alignment of H3 isoforms. Residues that are different among the isoforms are shown. (**B**) Percentage similarity among the H3 isoforms based on their primary sequence. Images were created using the Geneious software.](gky831fig3){#F3}

![Comparison of H4 isoforms. (**A**) Sequence alignment of H4 isoforms. Residues that are different among the isoforms are shown. (**B**) Percentage similarity among the H4 isoforms based on their primary sequence. Images were created using the Geneious software.](gky831fig4){#F4}

[^1]: The authors wish it to be known that, in their opinion, the first two authors should be regarded as Joint First Authors.
